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No eQTL of selected tissues exists in this region.
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Regional association plot of significant pleiotropic locus near AKAP6 with annotations
such as CADD scores, RegulomeDB scores, and cis eQTL association p-values from 6
tissues. Tissues considered are whole blood from eQTLGen Consortium; and adipose, liver, muscle-
skeletal, pancreas, and prostate tissues from GTEx v8.



